The complete mitochondrial genome of Celastrina hersilia (Lepidoptera: Lycaenidae).
The complete mitochondrial genome of Celastrina hersilia (Lepidoptera: Lycaenidae) is determined in this work. The mitochondrial genome is 15,304 bp in length, which contains typical 13 protein-coding genes (PCGs), 22 transfer RNA genes (tRNAs), 2 ribosomal RNA genes and 1 non-coding A + T-rich region. All PCGs are initiated by ATA or ATT codons, except for COI, which uses CGA as a start codon. Four PCGs (COI, COII, ND5, and ND4) terminate with incomplete termination codons TA or T, while the others use TAA as stop codons. Most of the tRNA genes can be folded into a typical cloverleaf structure. The A + T-rich region is 370 bp in length, which contains several features common to the other lepidopteran species.